Background
Genome-wide associations between genotypic and phenotypic data often assume certain genetic models [1] . A handy script in R was written to implement three commonly used genetic models: additive, dominant and recessive models. This script can be easily inserted into more complicated programs to facilitate high-throughput association studies.
Methodology
Assuming that a single nucleotide polymorphism (SNP) has genotypes of AA, AB and BB, the genotypes are coded as AA=0, AB=1 and BB=2 in an additive model; AA=0, AB=1 and BB=1 in a dominant model; and AA=0, AB=0 and BB=1 in a recessive model. 
